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LaxA fusions created for bait strain constructions: 

Bait #1 Sma l/ATF-2FL/Ba/77H I 
Bait #2 £coR l/CREBPBOX/Sa/ 1 

GAA TTC CCG GGG ATC CGT CGA CCTGCAG 




Fig. 3 
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Fig. 6 
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